The Spearman's correlation coefficients were employed to evaluate the intraand inter-platform reproducibility as illustrated in 3 box plots. Panel A shows the coefficients between the training set (n=5) and the testing set (n=5) between the two platforms (microarray and PCR array). Left box plot is based on Spearman's correlation coefficients between the microarray profiles using half comparisons (n=5) as the training set and the other half comparisons as testing set (n=5). The second plot is for the PCR array. The 3rd box plot is constructed based on the Spearman's correlation coefficients between the 2 profiles obtained by microarray and PCR array based on the same sample under the same condition for all samples (n=10). Even though PCR array has the higher intra-platform reproducibility than microArray, the intra-platform reproducibilities of both platforms are acceptable and have no significant differences. Panel B: Distribution of correlations between testing set and training set for miRNA expression by microarray. Spearman's rank correlation coefficients and histograms were computed and plotted for each miRNA using r value. Distribution of correlations between testing set (n=5) and training set (n=5) by microArray for miRNA expression is presented in histogram format. Only 39% of miRNAs demonstrate a correlation coefficient ≤0.5. When filtered based on expression level, the percentage of miRNAs with correlations of ≤0.5 saturated to 32%. Overall, our data indicates acceptable reproducibility and the microarray displays relatively good intra-inter-platform reproducibility with the PCR array. We found that correlation coefficients for ~61% of miRNAs profiled in between testing and training datasets were ≥ 0.5 indicating relatively good reproducibility. miR-199a/miR-199b are among the most correlated miRNAs with the median Spearman correlations of 0.8233/0.7947 and the standard deviation of 0.0453/0.0421, respectively.
